. Overview of data quality of sequences with failed serotype prediction by SeqSero. Data quality is represented by the number of reads in the forward and reverse read files of paired-end reads. Isolates with unsuccessful serotype prediction by SeqSero are shown as well as a positive control (ERR3263813) with successful serotype prediction. Please note that for isolate ERR3264036 serotype prediction failed in spite of sufficient data quality because of missing O-7 antigen locus (Fig.  S3 ). The dashed line indicates the threshold of 80,000 reads per direction for paired end reads to achieve a minimal theoretical coverage of 10-fold. 
